COMMON NAME

SUBTYPE A:
ROD
NIHZ
ISY
ST
BEN
CAM2
D194
GH1
KR
MDS
ucz

SUBTYPE B:
UC1

D205

EHOA

SUBTYPE SD:
MM251
MM1A11
MM32H
MM316S
MM239
MM142
MNE
SMMPBJ
SMMH9
SMMH4
SM62A

SUBTYPE STM:
STM

Sequences in thé&/px Alignment

LOCUS

HIV2ROD
HIV2NIHZ
HIV2ISY
HIV2ST
HIV2BEN
HIV2CAM2
HIVD194
HIV2GH1
HIV2U22047
HIV2MDS
HIV2UC2

HIV2UC1GNM
HIVTRENGE
HIV2EHOA

SIVMM251
SIV1A11AA
SIVMM32H
SIVMM316S
SIVMM239
SIVMM142
SIVMNE
SIVSMMPBJA
SIVGAGAB
SIVSMMH4
S1U04982

SIVSTM

ACC #

M15390
J03654
J04498

M31113

M30502
D00835

J04542

M30895

u22047
748731

U38293

LO7625
X61240
L14545

M19499
M76764
D01065
L22790
M33262
M16403
M32741
M31325
M80194
X14307
u04982

M83293
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HIV2/SIV VPX

CONSENSUS-A ATGaCAgacCCCAGagAaAcagTaCCaCCAGGAAACaGtGGcGAaGagACtATchagAGGCcTTCGa’7T 69
ROD cc- 70
NIHZ TG G C---G A CA- 70
IsY e A G--A YN\ T- 70
ST -GG G--A A G- 70
BEN GG---G A C--T G- 70
CAM2 G--C A cc- 70
D194 -G GG--G--G A C-T G- 70
GH1 GGG A c-T G- 70
KR G A G TA-——-T T--CT- 70
MDS —G G C AGC cc- 70
uc2 GG--C--G A C-- G- 70
CONSENSUS-B  ATG...GATCCCAGGGAGAGAGTYCCACCAGGAAACAGCGaCGAAGAAACAGTAGGAGAaGCATTCGatT 67
uc1 A 67
D205 C-- 67
EHOA A G A- 67
CONSENSUS-SD ATGTCagaTCCCAGgGAGAGaATCCCACCTGGAAACAGTGGAGAAGAgACaaTAGGagAgGCcTTCGAaT 70
MM251 70
MM1A11 70
MM32H [CH N 70
MM316S 70
MM239 70
MM142 A G- 70
MNE A A 70
SMMH9 - RSR R A--RR----Crrme-Y--=-C- 70
SMMPBJ A c c- 70
SMMH4 G A A 70
SME2A 7
CONSENSUS-STM ATGTCAGATCCCAGAGAGAGAATACCGCCCGGAAACAGTGGAGAAGAGGCAATAGAGGAAGCATTCGAGT 70
STM 70
CONSENSUS-A GGCTAgAcAGGAc’7gTAGAaGCcaTaAACAGaGAgGCaGTgAAcCAcCtgCCccGaGAgCTtATTTTCCA 138
ROD - y\—— T-—-A 140
NIHZ AG-T 3 P\ N— (oA— 140
ISY G A-G 140
ST G 140
BEN e G-----CA TeeeG T c 140
CAM2 A T T G 140
D194 A Tore-G T C 140
GH1 TA T T c 140
KR e A----TG-----G T-G 140
MDS A G--T 140
uc2 TA T-G G--A c 140
CONSENSUS-B  GGCTAGAaAGAACAATACAGAGCTCAACAGIGTAGCAGTCAACCACTTGCCCCGaGAACTIATTTTCCA 137
uct 137
D205 G T 137
EHOA e G-C---T--GA-C-T A T A-G 137
CONSENSUS-SD GGCTAaACAGAACAgTAGAgGagATAAACAGaGagGCaGTaAAcCAccTaCC’>AGgGAgcTaATTTTCCA 139
MM251 140
MM1A11 G A 140
MM32H G A 140
MM316S G A 140
MM239 G A 140
MM142 G G 140
MNE
SMMH9 - (oRm— LS . NS— G-CA----- G--T--TT
SMMPBJ - G A--A G-CA—--G
SMMH4 A--A G-CA
SM62A A-GA G-CA G
CONSENSUS-STM GGCTACACAGAACGGTAGAGGACATAAACCGAGAGGCAGTAAACCATCTACCGAGGGAACTGATTTTCCA 140
STM 140
|-B-68
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HIV2/SIV VPX

210

280

<- vif cds
CONSENSUS-A GGTgTGGCAaAGGTCCTGGagATAcTGGCATGATGAaCaAGGgaTGTCA’>cAAGtTACACaAAgTATAGA 207
ROD GA 210
NIHZ ---C-----G A----C A------ 210
ISY G CG---C 210
ST A------ AT 210
BEN T G----C 210
CAM2 CA C 210
D194 GC---T A 210
GH1 C C----C 210
KR C-T CA 210
MDS A 210
uc2 e G T----Cmmmmmmmmm e 210
CONSENSUS-B GGTCTGGCAGAgGTcTTGGGCAT AcTGGCGTGAGGAACAGGGCATGTCAALITAGITATACCAAATATAGa 207
uC1 G 207
D205 C 207
EHOA A T G 207
CONSENSUS-SD GGTtTGGCaAAGGICtITGGGAATACTGGCATGATGAAcaaGGgATGTCacaaAGCTAtacaAAaTacAGA 209
MM251 GT 210
MM1A11 C GT 210
MM32H GT 210
MM316S C GT 210
MM239 C GT 210
MM142 210
MNE G GT---G 210
SMMH9 ---C----G----K-C ATG GTC-----C--T----R---- 210
SMMPBJ ---C----G C ATG GTC-----C--T--------- 210
SMMH4 G C ATG--A------ G------- C--mmmem T--- 210
SM62A G ATG G C T--- 147
CONSENSUS-STM GGTCTGGCGAAGGTCTTGGGAATACTGGCATGATGAGCAAGGGATGCCCGGGAGCTATGTTAAATATAGA
STM 210
CONSENSUS-A TATTTGtGC?TaATgCAgaaaGCtaTgTtcAtaCATtttAaGAaaGggtGCACTTGCctGGGGggaGgac 276
ROD e A=A AG---A---G---G---G--------- Tommmmmmmee- A-G---- 280
NIHZ s T----A----TG--A----A---G---GC-----G--ATG---- 279
ISY T G G-----C G-----
ST C C-----G
BEN C A A--T-C------ C----Gmmmmmm oo TG 280
CAM2 T AG G
D194 A G---AT C-----G
GH1 C-G G-A--T C----G
KR e C--T T-T G
MDS T A----A GG--G G 280
ucz e C------- A--G-------- T------ C-C
CONSENSUS-B TACTTGTtgCTAATGCAgAAAGCAATGTTTgTgCACTaTaCAAAGGGCcTGTaGaTGcCTGCaGGAgGGCC 277
uC1 277
D205 G 277
EHOA --T----GT-------- A-mmmmemeen A-A----T-G------- T---G----T----G---A---- 277
CONSENSUS-SD TACTTGTGtTTaATaCAaAAgGCTtTaTTTaTGCATTGCAAGAaAGGcTGTAGaTGtcTAGGgGaaGgaC 279
MM251 G 280
MM1A11 280
MM32H 280
MM316S 280
MM239 280
MM142 280
MNE 280
SMMH9 - C--G-----G--A---C-G------=m=mmmmmme- G- G--CT----A-G--AG- 280
SMMPBJ - C--G-----G--A---A-G-------mmmmmm oo G- G--CT----A-G--AG- 280
SMMH4 -====--C--G-----G--A---C-G---G----------m == G-----G--CT----A--G-AG- 280
SM62A e C--G-----G--A---C-----G----------—= G---G-----G--CT----A--G-AG- 217
CONSENSUS-STM TACTTGTGCTTGATACAGAAAGCTTTGTTTATGCATAGCAAGAGGGGATGCAGATGCTTGGGGGAAGGAC
STM 280
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V3 s
CONSENSUS-A atGGgCCgGgAGGg '7TGG .?AGACCA..?GGaCCtCCcCCTCCTCCcCCtccAGGtcTaGTC?AA 334
ROD A e oG R G---1 336
NIHZ . T ] LSS 1 336
ISY spmmmmmm——————aen T--C-emn T-----1 336
ST 1 336
BEN . 1 339
CAM2 B Cll B 1 336
D194 1 336
GH1 . 1 336
KR R S T-- 336
MDS T-=-=-T-- 339
ucz T-- 339
CONSENSUS-B ATGGGCCAGGGGGA TGG AGATCA...GGACCTCCTCCTCCTCCTCCCCCAGGcCTaGCC?AA 335
ucC1i 1 333
D205 . G---1 333
EHOA = e o o Temmees T-- 336
CONSENSUS-SD AtGgGGCAGGgGGA .TGG...AGACCA...GGaCCTCCTCCTCCTCCCCCTCCAGGACTAGCA?AA 337
MM251 1 336
MM1A11 1 336
MM32H 1 336
MM316S T-- 339
MM239 1 336
MM142 1 336
MNE 1 336
SMMH9 1 336
SMMPBJ 1 336
SMMH4 1 336
SM62A A G T-- 276
CONSENSUS-STM ATGGGGCAGGAGGA .TGG...AGACCA...GGCCCTCCTCCTCCTCCCCCTCCAGGCTTAGCA1 336
STM e e 336
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